Fig. S1. The G-patch interface is highly conserved amongst DHX15/Prp43 orthologs.
Sequence alignment of eukaryotic DHX15/Prp43 orthologs from Homo sapiens (hs), Drosophila melanogaster (dm), Caenorhabditis elegans (ce), Arabidopsis thaliana (at), Schizosaccharomyces pombe (sp), Saccharomyces cerevisiae (sc). Residues with complete conservation or 70% similarity are highlighted in petrol and grey, respectively. Secondary structure elements as observed in the hsDHX15-G-patch complex structure are denoted above the alignment. Red hexagons mark amino acids that are part of the G-patch interface, while red stars indicate residues that were mutated in this study. hsDHX15 domains that are present in the current structure are marked above the alignment and colored as in Fig. 1 .
Motifs that are relevant for RNA binding are labelled below the sequences. Fig. S1 . Substitutions in G-patch binding pockets that could prevent an interaction as it is observed in the current structure are highlighted in pink. to the DEAH/RHA helicase dmMLE/DHX9 (14) . The analogous placement of dsRBD2 (magenta) that also binds across WH (yellow) and RecA2 (green) is highlighted. The other domains are shown in grey.
The orientation of dmMLE is analogous to the DHX15 structure on the left. a Values in parentheses are for highest-resolution shell. b Rpim gives the precision of averaged intensities and is a better indicator for data quality in highly redundant datasets than Rmerge, which penalizes redundancy which penalizes redundancy (15) .
